To the Editors: Ellahueñ e et al. (1) wrote in the abstract that ''The objective of this study was to establish if the alkaline SCGE assay in whole blood cells gives similar results as the same method in isolated lymphocytes, because whole blood cells are simpler and more economical to use, specifically in human genotoxic biomonitoring.'' It sounds strange because either isolated lymphocytes or whole blood is indicated as a source of human cells in the widely cited protocol of SCGE assay, implying that both options are equally suitable for biomonitoring (2) . Successful application of whole blood cells in the comet assay was well documented-I randomly found some articles from Medline concerning both humans (3-5) and mice (6) .
The data concerning the influence of smoking on DNA damage of blood cells are very contradictory (7) . Two recently published articles showed opposite results (8, 9) . In both investigations the subjects smoked about 13 cigarettes per day, but in the first one the age of the subjects was 28.9 years (20 males), whereas in the other it was 36 years (5 males and 5 females). It is well known that the brand and the number of cigarettes consumed, diet, and geographic variation in smoking habit can be important variables in investigations on DNA damage in cells of smokers (7). The authors (1) studied only six smokers, but data on the number of cigarettes consumed per day and the gender are absent. Hence, very important data are not presented on these factors which should be considered in the study of DNA damage (7).
The authors wrote that ''the tail moment, expressed in arbitrary units, was calculated as: (tail length Â percentage of migrated DNA) / 100.'' In Table 1 the data on three mentioned variables are presented. Calculations have shown that all data on ''Tail moment'' do not correspond to other data. For example, ''0 sampling time'' 0.15 (tail length) Â 0.03 (DNA%) = 0.0045. According to the authors' definition, it should be divided by 100. However, the authors presented another figure as tail moment-0.54. I guess the sign (/ 100) is wrong and should be (Â 100). But again in this case ''Tail moment'' is 0.45, and not 0.54. Another example: sampling time 16 hours, CP-0.19 Â 0.1 = 0.019 Â 100 = 1.9. However, the authors indicated 3.37! It is extremely strange that all the digits on tail moment do not correspond to the calculations! In my opinion, the article has a lot of shortcomings that need to be clarified.
Armen K. Nersesyan
In Response: In response to the Letters to the Editor concerning our article ''Preliminary evaluation of DNA damage related with the smoking habit measured by the comet assays in whole blood cells,'' we wish to clarify some points:
1. Although we know that isolated lymphocytes or whole blood has been used in widely cited protocols of SCGE, we used a modified experimental design with three sample times for each individual. 2. In relation to the additional references suggested in the letter, we would point out that, due to the great number of articles that have been published using the comet assay, we selected only some of those articles; we are sure that we unintentionally omitted some interesting ones. With respect to refs. 8 and 9, from 2003 and 2004, respectively, they were published later than the date we sent the article to the journal (November 19, 2003). 3. We are completely in accord with the asseveration that ''The data concerning the influence of smoking on DNA damage of blood cells are very contradictory.'' That is the reason for our study. Knowing that the age, the gender, the diet, etc., are important variables for DNA damage, we selected only healthy, young (19-23 years old) male smokers (gender was stated in Introduction) who smoked at least 10 cigarettes per day (and not >20) to homogenize the sample for this study. 4. Data from Table 1 are not really in error, rather there is a misunderstanding. The direct calculations the writers of this letter made might give the wrong results because the tabulated data are the mean values for the seven mice used at each time. For each animal, we scored 20 cells, for each cell we calculated tail length, DNA percentage, and tail moment and then calculated the means of 20 cells for each variable in each mouse. Finally, we calculated the mean for each time (seven mice). This was explained in the review process and we added a paragraph in Results and changed the Table 1 legend to explain this; but apparently, this is still confusing. We apologize to any readers who were confused by the format of data presentation in our article. 5. Finally, it is true that the sign ''/100'' is wrong; the correct sign is ''Â100.'' We apologize for this error and thank the letter writers for correcting this mistake.
We thank the writers of this letter for their interest in our work and hope the additional information we have provided is helpful to people who have read this article.
Manuel F. Ellahueñ e
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